A Trigger and switch plasmid copy number comparison
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E Toehold switch positive control RNA design
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H Toehold switch performance with different output proteins
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C Detailed toehold switch design schematics
i First-generation toehold switches
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ii Forward-engineered toehold switches
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D In silico selection of orthogonal toehold switches
i Random selection ii Monte Carlo selection
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Riboregulator performance comparison G  Sequence analysis of first-generation switches
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